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Supplemental	 Figure	 S8	 -	 Correlations	 of	 alternative	 transcript	 start	 site	 (TSS)	 usage	

and	tissue-specific	rhythms	in	mRNA	accumulation	

(A)	 Scatterplot	 of	 alternative	 promoter	 usage	 versus	 log2	 fold-change	 (FC)	 of	

rhythmic	 tissues.	 Alternative	 TSS	 usage	 defined	 by	 calculating	 the	 Euclidean	

distance	of	transcript	expression	in	tissues	with	rhythmic	transcript	versus	tissues	

with	nonrhythmic	transcripts.	

(B)	Example	of	alternative	TSS	usage	in	rhythmic	gene	expression.	RNA-Seq	of	Ddc	

at	CT34	shows	that	rhythmic	tissues	(liver	and	kidney)	use	an	upstream	promoter	

whereas	nonrhythmic	tissues	use	a	downstream	promoter.		

	 	


